Supplementary figures:
Figure S1: Mapping statistics from STAR for Illumina Hi-sequencing run indicating total reads, uniquely mapped and excessively mapped reads for each of the three independent samples from each feeding group. Low 1-C: RZY.327-329, Control: RZY.330-332. Figure S2 : F0 metabolic profiling of significantly altered metabolites zebrafish (44 DPF) fed control or low 1-C diet. A: Scaled intensity of metabolites involved in the 1-C pathway. Oxidized glutathione, S-adenosylhomocysteine, and S-adenosylmethionine were not significantly altered. B: Scaled intensity of significantly altered metabolites related to amino acid metabolism and C: related to amino acid (continuation from B), endocannabinoid (linoleoyl-, oleoyl-and steraoyl etahanolamide) and neurotransmitter (gamma-aminobutyrate (GABA) and carboxyethyl-GABA) metabolism and regulation. Values represent pooled samples of 20 fish from 6 independent tanks from each diet. Significant differences between feed groups are marked by asterisks (* = p < 0.05, ** = p < 0.01, *** = p < 0.001). For pathway enrichment, fold changes, and q-values see Table S3 , for pathway classification network interactions of amino acids, see Fig. 3 . ** * * *** *** ** ** ** * ** * mRNA levels presented as mean normalized expression (MNE) in control embryos versus low 1-C embryos. MNE of target genes are normalized against ef1a and tuba1 as reference genes. All data points presented are the means ± SD of 3 independent groups (egg incubation groups originating from independent parents from different feeding tanks) of 30 embryos at 26 somite stage. Significant differences are marked by asterisk (* = p < 0.05). Gene abbreviations, name and accession number are given in table S2. (-0.86) 48 N: total number of detected metabolites (566), n: total number of metabolites affected by the diet (48), M: number of detected metabolites of main pathway, m: number of detected metabolites of sub pathway, K: number of metabolites affected by diet in main pathway, k: number of metabolites affected by diet in sub pathway. The diet effect is indicated as fold changes, positive and negative values indicate higher and lower intensity in low 1-C group than control, respectively (log2(low 1-C/ctl)). Q-values < 0.1 are indicated with bold metabolite name. Table S5 : Complete list of significantly altered Gene Ontologies for biological processes, molecular function and cellular components for differentially expressed genes in low 1-C compared to control F1 embryos. The significant GO terms with altered genes, p-value and Benjamini. 
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